: Taxonomic representation and relative abundance of reads matching key 6 nitrogen genes at different oxygen levels in bioreactor experiment 1 (top) Transcript abundance is calculated as read count per gene per kilobase of gene length, and 8 then standardized as a percentage of total protein--coding reads per dataset. Taxonomic  9 identifications are based on annotations of NCBI reference sequences identified as top 10 matches (above bit score 50) in BLASTX searches. Note: y--axis scales differ. Abbreviations 11 for oxygen treatments and genes as in Figure 4 (main text). IS denotes "in situ", where in 12 situ corresponds to samples collected from the water column source water prior to the 13 start of each experiment. IS samples were published earlier (Stewart, F. J., T. Dalsgaard, C. 
